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Abstract
Dengue virus (DENV) is a human pathogen and its etiology has been widely established.
There are many interactions between DENV and human proteins that have been reported
in literature. However, no publicly accessible resource for efficiently retrieving the informa-
tion is yet available. In this study, we mined all publicly available dengue–human interac-
tions that have been reported in the literature into a database called DenHunt. We retrieved
682 direct interactions of human proteins with dengue viral components, 382 indirect inter-
actions and 4120 differentially expressed human genes in dengue infected cell lines and
patients. We have illustrated the importance of DenHunt by mapping the dengue–human
interactions on to the host interactome and observed that the virus targets multiple host
functional complexes of important cellular processes such as metabolism, immune system
and signaling pathways suggesting a potential role of these interactions in viral pathogene-
sis. We also observed that 7 percent of the dengue virus interacting human proteins are
also associated with other infectious and non-infectious diseases. Finally, the understand-
ing that comes from such analyses could be used to design better strategies to counteract
the diseases caused by dengue virus. The whole dataset has been catalogued in a search-
able database, called DenHunt (http://proline.biochem.iisc.ernet.in/DenHunt/).
Author Summary
The ‘DengueHuman Interaction Database’, called DenHunt, available at http://proline.
biochem.iisc.ernet.in/DenHunt/ was created to catalog all interactions between dengue
viral and human components published in peer-reviewed literature. There are three types
of dengue-human molecular interactions in the database: direct physical interactions
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between dengue virus and human components, indirect interactions of human proteins
affecting viral replication with no current evidence of them directly interacting with the
viral components, and differentially expressed genes in dengue infected cell lines or
patients. DenHunt could be used to draw network maps of human-dengue relationships
which would aid in understanding dengue viral pathogenesis and such knowledge in turn
can reveal new strategies for inhibiting viral replication. We also demonstrate that Den-
Hunt could be used to compare common and diverse mechanisms of pathogenesis caused
by infectious and non-infectious diseases thereby help in understanding disease mecha-
nisms in general.
Introduction
Dengue, an emerging infectious disease, is presently the most common arboviral disease glob-
ally. Approximately 2.5 billion people live in dengue infested regions worldwide and 390 mil-
lion dengue infections are reported per year [1]. Dengue infection leads to complications
ranging from mild dengue fever to more severe dengue hemorrhagic fever (DHF) and dengue
shock syndrome (DSS). It is not fully understood why most patients clear dengue infections
quickly without any complications, whereas others develop a potentially fatal vascular leakage
syndrome or severe hemorrhages. The large size of the population prone to infection by dengue
vouches for the importance of the development of vaccines for prevention and antiviral thera-
pies to manage/treat dengue viral infections. Despite intense research efforts, no approved vac-
cine or antiviral therapy is yet available. Early clinical diagnosis and careful clinical
management by experienced physicians and nurses to increase survival of patients are still the
most commonly used strategies to treat dengue infections.
The major hindrance in understanding the host response to dengue infection and develop-
ment of vaccines and antiviral therapies is the lack of an adequate animal model that can dis-
play the full spectrum of dengue immunity and disease response. Regardless of the difficulties
in in vivo dengue viral research, significant efforts have been directed towards understanding
the pathogenesis of dengue infection using in vitro platforms, such as cell lines as well as clini-
cal samples such as patient’s blood, peripheral blood mononuclear cells (PBMCs) and serum.
The knowledge obtained using conventional studies as well as from high-throughput technolo-
gies, such as functional genomics, transcriptomics, proteomics and yeast-two-hybrid tech-
niques have given us important insights into the role of dengue virus interactions with its host
in viral replication and pathogenesis. This valuable information remains disseminated along
with other published literature in databases essentially in PubMed, making it difficult and
time-consuming for dengue viral researchers to access and utilize the information for detailed
computational analysis. Hence, there exists an immediate need for generating a database that
provides readily usable simplified data pertaining to dengue-human interactions by collating
all the existing information in literature.
Many databases have been generated for different pathogens that provide curated interac-
tions between pathogen—host components. Specific virus databases, such as HCVpro [2] and
HIV-1 Human Protein Interactions Database (HHPID) [3, 4], have been developed to host all
known HCV or HIV1 –human PPIs respectively. Other databases catalogue: a) known host-
viral interactions for many viruses, eg. VirHostNet 2.0 [5] and VirusMint [6] replaced by Virus-
Mentha [7], b). host-pathogen interactions for many pathogens of viral, bacterial, fungal origin
in PIG (the pathogen interaction gateway) incorporated into PATRIC [8, 9] and PHI-base [10]
and c) host-pathogen interactions for many pathogens along with other intra organismal PPIs
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such as MINT [11], IntAct [12] and BioGRID [13]. However, dengue-human interactions are
poorly represented in these databases with interactions extracted only from a few publications.
To fill this lacuna, we have developed aDengueHuman protein Interaction database that
we call “DenHunt” which serves as a freely accessible, periodically updated comprehensive
resource for the dengue research community. The objective of this study is to describe the
development of the database, summarize its contents, demonstrate the complexity of the den-
gue-human protein interaction network and compare it with networks of proteins interacting
with other pathogens or involved in other diseases. Our database is unique, compared to others
as we have curated data from many publications and incorporated all genes associated with
dengue viral infection into different categories such as direct interactions, indirect or functional
interactions and differentially expressed genes. We show that the information from such data-
bases can help in creating network maps of how the virus disrupts cellular signaling and
immune system pathways. We also list known FDA approved drugs against the dengue virus
interacting human proteins that are being used to treat various other diseases.
For each interaction in the entire interaction dataset, the National Library of Medicine
(NLM) PubMed identification numbers (PMIDs) of the publication describing the interaction,
Entrez Gene IDs and gene symbols of the proteins involved in the interaction, the type of
patient sample or cell line used in the study, the experiments used to detect the interactions,
and the viral serotype used in the study is available in the database. The database will be period-
ically updated and with increasing information of dengue-host interactions published in scien-
tific literature, we expect DenHunt to attain higher coverage and curation depth and become a
valuable resource for comprehensive analysis of dengue viral mechanisms and interactions,
thereby enhancing our fundamental understanding of the disease.
Methods
Literature curation
The abstracts and publications containing original research describing association of human
host proteins with dengue virus were queried using the term “dengue” or the specific dengue
protein along with the keywords listed in S1 Table. These keywords were extracted from a pub-
lication that describes the construction of the HIV-1 human protein interaction database [3].
The interactions retrieved from these publications were segregated manually into direct inter-
actions, indirect interactions and differentially expressed interactions. For a majority of
abstracts, the full-text of the article was reviewed. However, in case of abstracts for which full
length articles were not available, the interactions were catalogued based on the abstract alone,
only if they contained complete descriptions of the interactions. Since the articles were
obtained from peer-reviewed publications, all identified interactions were incorporated into
the database without placing further judgment on the scientific validity of the report. Most
papers describe the protein in the study as a gene synonym or alias. In this regard, the official
human protein symbol and Entrez GeneID were extracted from online tools such as bioDBnet
[14], Synergizer [15], GeneCards [16] and NCBI Entrez Gene database [17].
Information retrieved from relevant publications was collected and the interactions were
manually catalogued into a table containing some or all of the following fields:
1. Dengue viral component: The dengue viral component involved in the interaction. This
field is available only for the direct interactions.
2. Human Gene symbol: The official gene symbol of the human protein interactor.
3. Human gene Entrez ID: The gene identification numbers from Entrez Gene, NCBI's data-
base for gene-specific information.
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 3 / 20
4. Pubmed ID: PMIDs of articles describing the interaction.
5. Patient type or Serotype: The serotype of the DENV strain or strains (DENV1, 2, 3, 4) used
in the study. If clinical samples from patients such as serum, whole blood or peripheral
blood mononuclear cells (PBMCs) are used, then type of patient (DF, DHF and DSS) used
in the study is given.
6. System: This field gives information of the cell line used in the study if it is an in vitro study.
If the study uses clinical samples, then the type of sample used such as serum, whole blood
or peripheral blood mononuclear cells (PBMCs) is given.
7. Comparison: This field is available only for differentially expressed genes where the expres-
sion of genes in infected samples is compared with controls. eg. Dengue infected 293T cells
vs uninfected 293T cells)
8. Variation: This field is available only for differentially expressed interactions. It states
whether the gene is up regulated or down regulated in dengue infected samples.
9. Title: Title of the paper where the interaction was extracted.
Database and web interface
The DenHunt database was created by integrating curated dengue and human molecular inter-
actions and the pathways involved. The LAMP (Linux-Apache-MySQL-PHP) platform was
used to develop DenHunt. The web interface was developed using BootStrap (http://twitter.
github.com/bootstrap) which provides cascading style sheets framework and JavaScript func-
tionality. The database can be primarily queried based on the dengue viral or human protein
involved in the interaction. The direct interactions related to query term can be visualized as a
network constructed using Cytoscape.js (js.cytoscape.org), a JavaScript based library for analy-
sis and visualization of the network. The dataset of interactions is efficiently stored in a rela-
tional database schema. The results are stored as tables which are sortable and searchable, and
allow easy access to the data of interest. The entire dataset can be downloaded as a flat file from
the download section.
Pathway enrichment analysis
We compiled a comprehensive list of human proteins which: i) interact directly with viral pro-
teins, ii) indirectly affect dengue infection and iii) are reported to be DEGs (consistently up or
down regulated in dengue infection) in at least 4 different publications in dengue infected cell
lines or patients (S1 Dataset). This consolidated list was subjected to pathway analysis using the
online tool WebGestalt [18, 19] and KEGGMapper—Search Pathway tool [20]. The KEGG
(Kyoto Encyclopedia of Genes and genomes) pathways enrichment was carried out by using the
hypergeometric test and the P-value was adjusted by the Benjamini & Hochberg (BH) method.
Only pathways that had a minimum number of 3 genes per pathway and adjP-value 0.01
were selected. We selected all the pathways identified by the KEGGMapper—Search Pathway
tool that had 20 and more dengue interacting human proteins. Enriched pathways belonging to
normal biological processes were grouped into broad categories as described in the KEGG data-
base. The broad categories and the number of genes that belong to each category are plotted as a
pie chart. Pathways containing 20 or more dengue viral interacting human proteins which
belong to the top 4 broad categories are plotted as a bar graph. The gene list was also queried in
the KEGG Search&Color pathway to obtain graphical representations of the dengue interacting
proteins in different cellular processes that the virus may target to aid its replication.
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Disease association analysis
The KEGG human disease pathways that were enriched by WebGestalt and KEGGMapper
were split into two groups: infectious and non-infectious disease group. The diseases caused by
pathogens of bacterial, parasitic and viral origin were assigned to the infectious diseases group.
All remaining diseases were assigned to the non-infectious disease group. An edge is placed
between the gene and its associated disease and visualized as a network in Cytoscape.
FDA approved drugs against dengue viral interacting human proteins
A subset of proteins was extracted from the entire list of dengue virus interacting human pro-
teins where knockout, gene silencing or inhibition studies were carried out. The list of known
drugs against this subset of dengue viral interacting human proteins was extracted from
bioDBnet [14]. Each drug obtained was checked whether it exhibited pharmacological action
against the dengue virus interacting human protein from the drug and drug target database
DrugBank [21].
Results
Construction of the DenHunt database
Consolidation of the current knowledge on dengue published till date could help in the con-
struction of the network of molecular events occurring during the viral life cycle. There are
around 14,559 publications describing dengue viral research in PubMed till 31 October 2015.
Literature describing dengue-human interactions was extracted from PubMed by queries using
the keywords listed in S1 Table. The retrieved interactions were classified into three types: (i)
Direct interactions, where the human proteins physically interact with the viral proteins or
RNA, (ii) Indirect or functional interactions, where the human proteins affect viral replication
but there exists no current evidence of them directly interacting with the viral components and
(iii) Differentially expressed interactions, genes or proteins whose expression patterns are
altered during dengue viral infection.
Out of 6576 publications retrieved after keyword search, we identified 682 direct, 382 indi-
rect and 4120 differentially expressed interactions from 103, 151 and 41 references in PubMed
respectively. Table 1 summarizes the Dengue-Human interactions catalogued from these
papers. 21% of the total interactions were described in more than one paper. Of the total 4613
dengue interacting human proteins, be it direct, indirect or differentially expressed genes, 41
proteins were detected in all the three categories, and 339 were detected in two of the three cat-
egories. Data for all these three different types of interactions were compiled into three differ-
ent sections in the DenHunt database, and the detailed list of all the interactions can be
downloaded from the database website and is also available as S2 Dataset.
Direct interactions. Most of the direct interactions reported in literature have been deter-
mined using affinity purification, pull down assays, co-localization by microscopic techniques
or high-throughput techniques, such as yeast two-hybrid (Y2H) and tandem affinity purifica-
tion followed by mass spectrometry. Literature describing interactions between viral and
human proteins from articles that have been determined through any of the above experiments
were extracted and manually cataloged (S2 Dataset). There have been few studies that employ
computational methods which have used protein structural similarity to predict PPIs of dengue
viral proteins in mosquitoes and human hosts. Predicted interactions from such papers were
extracted only if there was prior evidence of the human protein to be important in dengue viral
infection. The network of direct interactions between dengue viral components and human
proteins was visualized in Cytoscape (Fig 1).
DenHunt - A Database of Dengue-Human Interactions
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There are few human proteins that can interact with more than one viral protein. Table 2
numerically summarizes the human proteins that interact with different dengue viral compo-
nents (both viral proteins and RNA). Consolidated list of human proteins that can interact
with 3 and more viral components is given in S3 Dataset. Two human proteins UBE2I and
CSNK2A1 interact with multiple viral components, but most of their interactions are predicted
interactions. Two proteins, IKKε and PTBP1, are shown to directly interact with 5 different
viral components. IKKε interacts with non-structural (NS) proteins 2A, 2B, 3, 4A and 4B and
these associations play an important role in inhibiting the interferon signaling pathway [22,
23]. IKKε is also known to interact with proteins of other viruses such as measles [24], vaccinia
[25], arenavirus[26], hepatitis B [27] and hepatitis C [28]. PTBP1 is an integral part of the viral
replication complex and interacts with both the 5’- and 3’- UTR of dengue viral RNA, and
modulates negative strand RNA synthesis [29, 30], as it does for many other viruses such as
coxsackie [31], Japanese encephalitis [32] and hepatitis C [33].
Indirect or functional interactions. The most commonly used experimental approach to
elucidate the function of a gene, in this case the role of a human protein in viral replication or
pathogenesis, is the selective deletion of its expression or activity by several approaches includ-
ing mutational studies, gene silencing and inhibition studies. There have been many studies
that use any one or more of the above mentioned approaches to determine human proteins
that play an important role in viral replication called the dengue virus host dependency factors
(DVHFs). Apart from the above described methods, there have been studies carried out using
patient’s blood or serum in order to determine biomarkers in dengue infection. Data from such
studies were extracted as indirect interactions (S2 dataset). Among the 382 indirect interactions
identified, 23% of the interactions are reported in more than one publication.
Differential expressed interactions. With the development of high-throughput transcrip-
tomic and proteomic technologies such as microarrays, MALDI and mass spectrometry, it has
Table 1. Consolidated list of different types of dengue—human interactions available at the DenHunt database. The type of interactions, the total
number of unique interactions for each type of interaction, the number of references that describe each type of interaction and the total number of human pro-
teins involved in all the interactions are given in the table.
S.No Type of Interaction Dengue viral components Total number of unique interactions Number of PMID references
1 Direct Interactions of human protein with dengue viral
components
682 103
5'- and 3'-UTR, DENV RNA 31 15
C 66 19
E 34 14
prM/M 24 8
NS1 162 21
NS2A 43 3
NS2B 23 4
NS3 126 19
NS4A 15 7
NS4B 27 5
NS5 131 18
2 Indirect interactions through siRNA and small scale studies 382 151
3 Differentially Expressed Genes (DEGs) identified in DENV
infected cell lines and patients
4120 41
Total number of human genes or proteins involved the
above interactions
4613
Total number of PMIDs 287
doi:10.1371/journal.pntd.0004965.t001
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Fig 1. Visualization of the network of direct dengue-human interactions. The network of direct physical interactions of dengue–human components
was visualized using Cytoscape. Pink hexagons represent dengue viral components, blue circles represent human proteins that interact with one dengue
component and green circles represent human proteins that interact with more than one dengue protein.
doi:10.1371/journal.pntd.0004965.g001
Table 2. The number of human proteins involved in direct interactions with N number of dengue viral
proteins. The number of human proteins that can interact with N = 1–7 viral components along with the per-
centages they constitute are shown in the table.
S.
No.
Number of human
proteins
Number of DENV proteins
(N)
Percent of total direct interactions
identified
1 432 1 80.7
2 77 2 14.4
3 16 3 3
4 5 4 0.9
5 3 5 0.6
6 1 6 0.2
7 1 7 0.2
doi:10.1371/journal.pntd.0004965.t002
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become possible to identify genes that are differentially expressed in dengue infected cell lines
and patient whole blood, serum and PBMCs. The differentially expressed proteins obtained
using such approaches provide valuable insights into the dynamic relationships between the
host cell and the virus during the course of infection. Majority of the interactions in DenHunt
are differentially expressed interactions. Out of the 4120 differentially expressed genes during
dengue infection, 222 genes are consistently up or down regulated in at least 4 different publi-
cations (S2 Dataset).
Pathway enrichment analysis
It is widely accepted that successful invasion of the host by the pathogen involves targeting
multiple components of host cellular machinery. To better understand the molecular mecha-
nisms underlying dengue pathogenesis, we determined statistically significant over-represented
or enriched KEGG pathways in the dengue virus interacting human proteins. A comprehensive
list of human proteins which are involved in direct interactions, indirect interactions and are
reported to be DEGs in at least 4 different publications in dengue infected cell lines or patients
(S1 Dataset) was subjected to gene set enrichment analyses using the online tool WebGestalt.
The reason we selected genes or proteins that were DEGs in at least 4 publications was to pick a
high confidence gene list for all our downstream analysis as the techniques used to determine
DEGs, such as microarray and proteomics, are greatly prone to errors. KEGG pathways that
contained at least 3 dengue interacting proteins and had an adjusted p-value 0.01 were
selected. We obtained 158 KEGG pathways of which 87 belonged to normal biological pro-
cesses and 71 to disease pathways. To ease representation of these enriched pathways, the path-
ways belonging to normal biological processes were grouped into broad categories as described
at the KEGG database (S4 Dataset) and plotted as a pie chart (Fig 2a). The top 4 broad catego-
ries, which have the maximum number of representative genes, are Signal transduction (193
genes), Immune system (193 genes), Transport and catabolism (107 genes) and Metabolism
Fig 2. Enrichment of KEGG pathways for the dengue virus interacting human proteins. Pathway enrichment analysis for dengue virus interacting
proteins was carried out usingWebGestalt. Only pathways that have 3 and more dengue virus interacting proteins and an adj p-value of 0.01 are
selected. The KEGG pathways that were enriched were grouped into broad categories as mentioned in the KEGG pathway database. (a) The broad
categories and their total number of dengue virus interacting human proteins are plotted as a pie chart. The color code for each category is given below
the pie chart. Pathways that have 20 and more dengue virus interacting proteins belonging to the top 4 broad categories are plotted as bar graph where
(b) represents immune system pathways, (c) represents signal transduction pathways, (d) represents transport and catabolism and (e) represents
metabolic pathways. In all cases numbers indicates the number of genes identified in each pathway.
doi:10.1371/journal.pntd.0004965.g002
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(98 genes). Pathways that have 20 and more dengue interacting human proteins that belong to
these top 4 broad categories are represented in Fig 2b, 2c, 2d and 2e.
Most of the host proteins identified as dengue virus receptors play important roles in cellu-
lar signaling, pathogen recognition and innate immune response [34]. Since dengue virus uses
multiple receptors to enter cells, it is likely that viral infection will activate several cellular sig-
naling and immune pathways. As expected, many proteins involved in cellular signaling and
immune system pathways interact directly or indirectly with dengue virus as can be seen in Fig
2a, 2b and 2c. Apart from these pathways, dengue virus replication is closely associated with
processes that are involved in transport and catabolism such as endocytosis and phagocytosis.
The vesicular trafficking processes, such as receptor mediated endocytosis and the classical
secretory exocytosis, are intimately associated with processes of viral entry, maturation and
exit [35, 36]. Therefore, it is necessary for the proteins involved in the vesicular trafficking sys-
tem to interact with viral proteins extensively. Corroborating these studies, we identified many
proteins belonging to endocytosis and phagocytosis pathways interacting with DENV (Fig 2d).
We also observe quite a few dengue virus interacting human proteins belonging to the amino
acid and carbohydrate metabolism processes (Fig 2e). This is expected, as viral replication relies
heavily on the host metabolic resources (amino acids and nucleotides) to produce large num-
bers of progeny which constitute the viral RNA and proteins.
Pathway enrichment analysis showed that majority of the dengue virus interacting human
proteins belongs to the signal transduction and immune system pathways. Further, we mapped
the dengue virus interacting human proteins to the KEGG pathway maps using the “Search&-
Colour Pathway” tool from the KEGG database. All the graphical images for the pathways,
which have 20 and more dengue interacting human proteins, belonging to signal transduction
and immune systems categories are given in the S1 Fig. Here, we describe the role of two path-
ways, NF-κB and retinoic acid-inducible gene I (RIG-I)-like receptor signaling pathway, in
viral infection (Fig 3). These pathways play an important role in viral infection in general and
in particular in dengue infection as evidenced by at least 85 papers that analyze proteins
belonging to these pathways in connection to dengue viral infection.
NF-κB is termed the central mediator of the immune response and is an attractive target for
many pathogens including dengue virus [37]. Dengue viral protease 2B-3 interacts with and
cleaves IκBα/β, a NF-κB inhibitor, and activates NF-κB [38]. Many of the activators of NF- κB
that help in degradation of IκBα/β, also interact with dengue viral proteins (Fig 3a). The other
immune system pathway discussed here is the RIG-I-like receptor signaling pathway which
responds to viral infection by recognizing viral replication intermediates and double stranded
RNA (dsRNA) and activate interferon regulatory factors (IRFs). They, then, turn on transcrip-
tion of interferons alpha and beta, as well as other interferon-induced genes [39, 40]. As can be
seen from Fig 3b, different viral proteins interact with many proteins of the RIG signaling path-
way to inhibit IRF3 and thereby hamper IFNα/β production [23].
Association of dengue interacting proteins with infectious and
noninfectious diseases
The manifestation and severity of an infectious disease depends on the ability of a pathogen to
interfere with host cell functions and defense. Indeed, during pathogen-host co-evolution,
hosts have developed an armory of complex defense mechanisms to eliminate the pathogens.
Conversely, pathogens have evolved strategies, in part driven by molecular interactions, to
evade host cellular defense and to sustain their control over the cellular machinery. We studied
the involvement of the dengue viral interacting human proteins in other infectious diseases
that belong to the bacterial, viral and parasitic category as given in the KEGG database using
DenHunt - A Database of Dengue-Human Interactions
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Fig 3. Representation of dengue viral interacting proteins in NF-κB and RIG-I-like receptor signaling pathway. The
dengue virus interacting proteins are mapped to the KEGG pathways using the “Search&Colour Pathway” tool from the
KEGG database. The proteins that are involved in direct interactions are colored orange, indirect interactions are colored in
pink, up-regulated proteins are colored red and down-regulated proteins are colored green. The viral components are
depicted as blue hexagons. Fig 3a represents NF-κB and 3b RIG-I-like receptor signaling pathway.
doi:10.1371/journal.pntd.0004965.g003
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 10 / 20
WebGestalt (S5 Dataset). The dengue virus interacting human proteins and their association
with other infectious diseases was visualized in Cytoscape (Fig 4a). 273 dengue interacting
human proteins are associated with other infectious diseases and 168 of them are associated
with more than one infectious disease. A similar result was observed in a study where they ana-
lyzed the landscape of the human proteins that interact with pathogens and showed that pro-
teins of many viruses share the same interacting human protein, and thus share common
infection and immune evasion strategies [41].
There have been studies which suggest that the molecular perturbations triggered by virus-
host PPIs could also be involved in many non-infectious diseases of genetic or environmental
predisposition [42]. We explored the participation of dengue viral interacting human proteins
in the pathologies of various complex non-infectious diseases caused by genetic or environ-
mental factors as given in KEGG database using the tool WebGestalt (S6 Dataset). The dengue
viral interacting genes and their association with other complex non-infectious diseases was
visualized in Cytoscape (Fig 4b). 249 dengue interacting human proteins are associated with
non-infectious diseases and 135 of them are associated with more than one non-infectious dis-
ease. The analysis shows that dengue virus interacting proteins are also involved in a wide
range of pathologies, with most of them related to cancers followed by auto immune disorders.
We also observed 140 dengue interacting human proteins associated with both infectious
and non-infectious diseases (S7 Dataset). This shows that many human proteins of dengue-
human interactome are also involved in the response to pathogenic infections and other com-
plex non-infectious diseases. Pathway analysis of the common genes, using KEGGMapper,
showed an enrichment of pathways belonging to immune system and signal transduction path-
ways (Fig 4c). This implies an unexpected overlapping between the pathways associated with
infectious and non-infectious diseases and a perturbation in these pathways might result in the
manifestation of diseases.
Dengue-Human interactome, a potential resource for drug repurposing
Drug discovery for dengue viral diseases poses unique challenges on many fronts. One major
drawback in the development of drugs or vaccines against dengue is that the disease is caused by
four DENV serotypes, with all of them co-circulating in many parts of the world. An effective
vaccine or drug must act on all 4 serotypes. The other problem is the unavailability of reliable
animal models for credible preclinical evaluation of in vivo efficacy of investigational drugs and
vaccines. Analysis of the literature and the patent databases shows that several strategies are
being used to develop anti-virals against dengue diseases. Drugs in the pipeline are targeted
against (a) viral factors which include viral protein inhibitors (NS3pro inhibitors, NS3 helicase
inhibitors, RdRp inhibitors, a-glucosidase inhibitors) [43–50], (b) host cell entry inhibitors [51–
56], (c) host factors that are involved in the host immune response [57, 58] and (d) unknown
targets which include small molecule inhibitors [59, 60] and herbal inhibitors [61–64].
Majority of the drugs, mentioned above, are targeted towards viral proteins which could
force the virus to evolve into resistant strains for survival. Therefore, therapeutics which target
host proteins required by pathogens to replicate and persist within the host organism could be
an attractive alternative. As seen in the previous section, many human proteins of the dengue-
human interactome are involved in the pathogenesis of other infectious and non-infectious dis-
eases and thus represent a powerful resource to identify broad-spectrum drugs. Further, the
possibility to target dengue virus-human protein interactions considerably broadens the land-
scape of drugs that could be developed against dengue infections.
Drug repurposing or repositioning is the process of finding new indications for existing
drugs [65]. The advantages of this approach are lower costs of drug development [65, 66]. A
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Fig 4. Association of dengue viral interacting human proteins with infectious diseases and non-infectious diseases. The dengue virus interacting
human proteins and their associated a) infectious and b) non-infectious diseases are visualized as a network using Cytoscape. The diseases are
represented as triangles and are color coded based on the disease group they belong to. The genes that are associated with only in one disease are
represented as violet colored circles and those that are associated with more than one disease are represented as green colored circles. c) Pathway
analysis of the dengue virus interacting proteins that are associated with both infectious and non-infectious diseases. KEGG pathways that had 20 or
more dengue virus proteins associated with both infectious and non-infectious diseases using KEGGMapper—Search Pathway is shown as a bar graph.
doi:10.1371/journal.pntd.0004965.g004
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number of success stories, such as sildenafil (Viagra) repositioned from a common hyperten-
sion drug to a therapy for erectile dysfunction [66] and thalidomide repositioned to treat multi-
ple myeloma and leprosy complications [67], support these approaches. We mined potential
FDA drugs against dengue virus interacting human proteins, used to treat other diseases.
In order to extract potential drug targets from the list of dengue virus interacting human
proteins, we pulled out only those proteins which were important for viral replication that we
term as potential DVHFs. 263 dengue virus interacting proteins were considered to be potential
DVHFs because they were described to be essential for viral replication in publications, as
inhibiting these proteins led to a reduction in viral replication (S8 Dataset). We, then, extracted
the FDA approved drugs that had known pharmacological action against the DVHFs from
DrugBank (Table 3, S9 Dataset). 20 of the 263 DVHFs had known FDA approved drugs tar-
geted against them and 9 of these DVHFs were associated with more than one infectious or
non-infectious disease. Two of the proteins CCR5 and HMGCR are already established drug
targets against another virus, HIV [68, 69]. Maraviroc and lovastatin, inhibitors of CCR5 and
HMGCR respectively, have already been shown to inhibit dengue viral replication in in vitro
studies [70, 71].These drugs could be tested for their anti-dengue viral effect and it is possible
that some of these drugs, either singly or in synergistic combinations may prove to be effective
antiviral agents. The use of such drug repositioning strategies which makes the use of known
targets, drugs and disease pathways would lead to faster computer to bench studies and reduce
the risk and cost of drug discovery approaches to Neglected Tropical Diseases such as diseases
caused by dengue virus.
Table 3. List of the DVHFs and the number of FDA drugs, infectious diseases and non-infectious diseases associated with them. This table con-
tains a list of DVHFs, the number FDA approved drugs against the DVHFs which are used to treat other diseases and the number of infectious and non-infec-
tious diseases associated with the DVHFs.
Gene
symbol
Gene id No of FDA
drugs
Number of Non-infectious diseases associated with
the protein
Number of Infectious diseases associated with
the protein
ATP6V1B2 526 1 1 2
AVPR1B 553 1 - -
CAMLG 819 1 - -
CCR5 1234 1 1 1
FASN 2194 1 - -
GANAB 23193 1 - -
IL6 3569 1 9 13
JUN 3725 1 10 10
M6PR 4074 1 - -
MAPK11 5600 1 2 11
NPR2 4882 1 - -
PLIN3 10226 1 - -
SERPINE1 5054 1 - 1
SRC 6714 1 3 5
IL1B 3553 2 7 12
DRD4 1815 10 - -
HMGCR 3156 10 - -
TNF 7124 12 15 14
CHRNA2 1135 26 - -
HTR2A 3356 54 - -
doi:10.1371/journal.pntd.0004965.t003
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Discussion
The underlying aim of all dengue viral research is to understand the pathogenesis associated
with dengue infection and the development of effective clinical interventions to inhibit viral
infection and replication, thereby preventing progression towards to the severe forms of the
disease such as DHF and DSS. Dengue–host interaction data, a representation of existing
knowledge about dengue infection on a molecular level, will thus be invaluable to future
research in this area. DenHunt was developed as a user friendly public repository to capture
and organize manually curated information from the available scientific literature on the inter-
actions between dengue virus and host proteins
This information will be of immense importance in improving our understanding of how
the dengue virus replicates in the context of the whole cell and how the host-viral interactions
control dengue replication and mediate viral pathogenesis. Such insights can also be extrapo-
lated to understand mechanisms of infectious diseases in general. DenHunt could be used to
make detailed maps tracking cellular interactions that drive dengue viral replication, and pro-
vides a discovery space to the research community for researching and better understanding
the dengue viral pathogenesis. An example of how such databases can aid in understanding
viral replication is provided by Brass et al. [72] who used the information in the HHPID data-
base to systematically analyze and categorize human proteins required for HIV-1 replication.
Our pathway analysis section shows how dengue virus targets multiple components of the
same pathway to mediate effects such as apoptosis or inhibition of IFNα/β production.
Although the approach adopted here is purely qualitative, we have amply demonstrated how
an integrated repository such as DenHunt could be used to harness already existing data to elu-
cidate dengue viral pathogenesis mechanisms. The key to gain new understanding from Den-
Hunt in viral pathogenesis would lie in its integration with other sources of multidimensional
data such as time-course dengue infected gene expression data in the context of an integrated
dengue–host PPIs to identify “activated modules” or “highest activity paths” as has been done
for other diseases such as HIV [73] andMycobacterium tuberculosis [74]. Therefore, these net-
works could serve as an initiating point for various systems level modeling and computational
studies.
The high mutation rate and development of resistance strains of RNA viruses can quickly
restrain the effectiveness of drugs targeting viral proteins. This observation has led to research
on developing drugs that disrupt virus-host interactions rather than viral proteins itself. Few
such successful examples with regard to HIV are the viral entry inhibitor maraviroc [68], and a
fusion inhibitor enfuvirtide [75]. The availability of a large set of dengue interacting human
proteins raises the possibility of identifying putative novel drug targets by in silicomethods.
We have illustrated that at least seven percent of the dengue interacting human proteins are
associated with other infectious and noninfectious diseases and a subset of these proteins are
already reported to be targeted by FDA-approved drugs to treat other diseases.
Conclusions
We have developed a comprehensive dengue virus-human interaction network database called
DenHunt, which contains a compilation of a curated set of experimentally verified dengue-
human interactions. Our database would enable construction and visualization of the essential
map of the dynamic networks of interactions that occur during viral life cycle in humans.
Detailed characterization of the relationships between these interactions that include multidi-
mensional data given in the database such as direct physical interactions, indirect interactions,
gene expression patterns, gene silencing studies, virus serotype, cell type, disease stage, etc., will
lead to improved understanding of the conflict between dengue and its human host.
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S1 Fig. Representation of dengue viral interacting protein belonging to various signal
transduction and immune system pathway. Representation of dengue viral interacting pro-
teins in (a) PI3K-Akt signaling pathway, (b) TNF signaling pathway, (c) NF-kappa B signaling
pathway, (d) Jak-STAT signaling pathway, (e) MAPK signaling pathway, (f) HIF-1 signaling
pathway, (g) Rap1 signaling pathway, (h) Sphingolipid signaling pathway, (i) Ras signaling
pathway, (j) Cytokine-cytokine receptor interaction, (k) Toll-like receptor signaling pathway,
(l) Chemokine signaling pathway, (m) RIG-I-like receptor signaling pathway, (n)T cell recep-
tor signaling pathway, (o) NOD-like receptor signaling pathway, (p) Complement and coagu-
lation cascades, (q) Natural killer cell mediated cytotoxicity, (r) Antigen processing and
presentation, (s) Cytosolic DNA-sensing pathway and (t) Leukocyte transendothelial migra-
tion. The dengue virus interacting proteins are mapped to the pathways using the “Search&Co-
lour Pathway” tool from the KEGG database. The proteins that are involved in direct
interactions are colored orange, indirect interactions are colored in pink, up-regulated proteins
are colored red and down-regulated proteins are colored green. The viral components are
depicted as blue hexagons.
(PDF)
S1 Dataset. List of dengue viral interacting human proteins used for pathway analysis. List
of dengue virus interacting human genes that are identified to: i) interact directly with viral
proteins, ii) indirectly affect dengue infection and iii) are reported to be DEGs (consistently up
or down regulated in dengue infection) in at least 4 different publications in dengue infected
cell lines or patients. This list is used for subsequent pathway and disease analyses.
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S2 Dataset. The consolidated list of direct, indirect and differentially expressed dengue
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(XLSX)
S3 Dataset. Human proteins that interact with 3 and more viral components. All the
human proteins that physically interact with 3 and more viral components are listed in this
table.
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S4 Dataset. List of enriched KEGG pathways involved in normal biological processes of the
dengue virus interacting human proteins. The dengue virus interacting proteins are subjected
to pathway enrichment using WebGestalt. Only pathways that have 3 and more dengue virus
interacting proteins and an adj p-value of 0.01 are selected. This is the list of enriched
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in dengue virus interacting proteins using WebGestalt. Only pathways that have 3 and more
dengue virus interacting proteins and an adj p-value of 0.01 are selected.
(XLSX)
S6 Dataset. Enriched non-infectious disease KEGG pathways associated with dengue virus
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teins identified using Webgestalt. Only pathways that have 3 and more dengue virus interacting
proteins and an adj p-value of 0.01 are selected.
(XLSX)
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infectious diseases. This file contains the list of dengue virus interacting human proteins that
are also involved in infectious and non-infectious diseases.
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be essential for dengue viral replication as inhibiting these proteins caused a reduction in viral
replication.
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S9 Dataset. List of DVHFs and their FDA approved drugs. This file contains the list of den-
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S1 Checklist. PRISMA checklist of items for the meta analysis carried out to construct the
database DenHunt.
(DOC)
S1 Flowchart. PRISMA Flow chart of the curation process to construct DenHunt.
(DOC)
Acknowledgments
We thank Dr. Yugandhar Reddy and Dr. M. R. Jagannath for their valuable inputs in this
study. We thank Ms. Awanti Sambarey for proofreading the manuscript. Facilities used at the
Dept. of Biochemistry, Indian Academy Degree College, Bengaluru and Dept. of Biochemistry,
Indian Institute of Science, Bengaluru are duly acknowledged.
Author Contributions
Conceived and designed the experiments: PK SY LS.
Performed the experiments: CB PK.
Analyzed the data: PK SKY LS.
Contributed reagents/materials/analysis tools:NC.
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 16 / 20
Wrote the paper: PK SKY NPS NC SA LS RM.
Designed and developed the database that hosts the dengue interactome: RM.
Scientific input: NC.
References
1. Bhatt S, Gething PW, Brady OJ, Messina JP, Farlow AW, Moyes CL, et al. The global distribution and
burden of dengue. Nature. 2013; 496(7446):504–7. doi: 10.1038/nature12060 PMID: 23563266.
2. Kwofie SK, Schaefer U, Sundararajan VS, Bajic VB, Christoffels A. HCVpro: hepatitis C virus protein
interaction database. Infect Genet Evol. 2011; 11(8):1971–7. Epub 2011/09/21. doi: 10.1016/j.meegid.
2011.09.001 PMID: 21930248.
3. Ptak RG, FuW, Sanders-Beer BE, Dickerson JE, Pinney JW, Robertson DL, et al. Cataloguing the HIV
type 1 human protein interaction network. AIDS Res HumRetroviruses. 2008; 24(12):1497–502. doi:
10.1089/aid.2008.0113 PMID: 19025396.
4. Ako-Adjei D, FuW, Wallin C, Katz KS, Song G, Darji D, et al. HIV-1, human interaction database: cur-
rent status and new features. Nucleic Acids Res. 2014; 43(Database issue):D566–70. doi: 10.1093/
nar/gku1126 PMID: 25378338.
5. Guirimand T, Delmotte S, Navratil V. VirHostNet 2.0: surfing on the web of virus/host molecular interac-
tions data. Nucleic Acids Res. 2014; 43(Database issue):D583–7. doi: 10.1093/nar/gku1121 PMID:
25392406.
6. Chatr-aryamontri A, Ceol A, Peluso D, Nardozza A, Panni S, Sacco F, et al. VirusMINT: a viral protein
interaction database. Nucleic Acids Res. 2009; 37(Database issue):D669–73. Epub 2008/11/01. doi:
10.1093/nar/gkn739 PMID: 18974184.
7. Calderone A, Licata L, Cesareni G. VirusMentha: a new resource for virus-host protein interactions.
Nucleic Acids Res. 2014; 43(Database issue):D588–92. doi: 10.1093/nar/gku830 PMID: 25217587.
8. Driscoll T, Dyer MD, Murali TM, Sobral BW. PIG—the pathogen interaction gateway. Nucleic Acids
Res. 2009; 37(Database issue):D647–50. doi: 10.1093/nar/gkn799 PMID: 18984614.
9. Wattam AR, Abraham D, Dalay O, Disz TL, Driscoll T, Gabbard JL, et al. PATRIC, the bacterial bioinfor-
matics database and analysis resource. Nucleic Acids Res. 2013; 42(Database issue):D581–91. doi:
10.1093/nar/gkt1099 PMID: 24225323.
10. Urban M, Pant R, Raghunath A, Irvine AG, Pedro H, Hammond-Kosack KE. The Pathogen-Host Inter-
actions database (PHI-base): additions and future developments. Nucleic Acids Res. 2014; 43(Data-
base issue):D645–55. doi: 10.1093/nar/gku1165 PMID: 25414340.
11. Licata L, Briganti L, Peluso D, Perfetto L, Iannuccelli M, Galeota E, et al. MINT, the molecular interaction
database: 2012 update. Nucleic Acids Res. 2011; 40(Database issue):D857–61. doi: 10.1093/nar/
gkr930 PMID: 22096227.
12. Kerrien S, Aranda B, Breuza L, Bridge A, Broackes-Carter F, Chen C, et al. The IntAct molecular inter-
action database in 2012. Nucleic Acids Res. 2011; 40(Database issue):D841–6. doi: 10.1093/nar/
gkr1088 PMID: 22121220.
13. Chatr-Aryamontri A, Breitkreutz BJ, Oughtred R, Boucher L, Heinicke S, Chen D, et al. The BioGRID
interaction database: 2015 update. Nucleic Acids Res. 2014; 43(Database issue):D470–8. doi: 10.
1093/nar/gku1204 PMID: 25428363.
14. Mudunuri U, Che A, Yi M, Stephens RM. bioDBnet: the biological database network. Bioinformatics.
2009; 25(4):555–6. doi: 10.1093/bioinformatics/btn654 PMID: 19129209.
15. Berriz GF, Roth FP. The Synergizer service for translating gene, protein and other biological identifiers.
Bioinformatics. 2008; 24(19):2272–3. doi: 10.1093/bioinformatics/btn424 PMID: 18697767.
16. Safran M, Dalah I, Alexander J, Rosen N, Iny Stein T, Shmoish M, et al. GeneCards Version 3: the
human gene integrator. Database (Oxford). 2010; doi: 10.1093/database/baq020 PMID: 20689021.
17. Maglott D, Ostell J, Pruitt KD, Tatusova T. Entrez Gene: gene-centered information at NCBI. Nucleic
Acids Res. 2007; 35(Database issue):D26–31. doi: 10.1093/nar/gkl993 PMID: 17148475.
18. Zhang B, Kirov S, Snoddy J. WebGestalt: an integrated system for exploring gene sets in various bio-
logical contexts. Nucleic Acids Res. 2005; 33(Web Server issue):W741–8. doi: 10.1093/nar/gki475
PMID: 15980575.
19. Wang J, Duncan D, Shi Z, Zhang B. WEB-based GEne SeT AnaLysis Toolkit (WebGestalt): update
2013. Nucleic Acids Res. 2013; 41(Web Server issue):W77–83. doi: 10.1093/nar/gkt439 PMID:
23703215.
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 17 / 20
20. Kanehisa M, Goto S, Sato Y, Furumichi M, Tanabe M. KEGG for integration and interpretation of large-
scale molecular data sets. Nucleic Acids Res. 2012; 40(Database issue):D109–D14. doi: 10.1093/nar/
gkr988 PMID: 22080510
21. Wishart DS, Knox C, Guo AC, Shrivastava S, Hassanali M, Stothard P, et al. DrugBank: a comprehen-
sive resource for in silico drug discovery and exploration. Nucleic Acids Res. 2006; 34(Database
issue):D668–72. doi: 10.1093/nar/gkj067 PMID: 16381955.
22. Dalrymple NA, Cimica V, Mackow ER. Dengue Virus NS Proteins Inhibit RIG-I/MAVS Signaling by
Blocking TBK1/IRF3 Phosphorylation: Dengue Virus Serotype 1 NS4A Is a Unique Interferon-Regulat-
ing Virulence Determinant. MBio. 2015; 6(3):e00553–15. doi: 10.1128/mBio.00553-15 PMID:
25968648.
23. Anglero-Rodriguez YI, Pantoja P, Sariol CA. Dengue virus subverts the interferon induction pathway
via NS2B/3 protease-IkappaB kinase epsilon interaction. Clin Vaccine Immunol. 2013; 21(1):29–38.
doi: 10.1128/CVI.00500-13 PMID: 24173023.
24. Sun Q, Sammut B, Wang FM, Kurihara N, Windle JJ, RoodmanGD, et al. TBK1mediates critical effects
of measles virus nucleocapsid protein (MVNP) on pagetic osteoclast formation. J Bone Miner Res.
2013; 29(1):90–102. doi: 10.1002/jbmr.2026 PMID: 23794264.
25. Unterholzner L, Sumner RP, Baran M, Ren H, Mansur DS, Bourke NM, et al. Vaccinia virus protein C6
is a virulence factor that binds TBK-1 adaptor proteins and inhibits activation of IRF3 and IRF7. PLoS
Pathog. 2011; 7(9):e1002247. doi: 10.1371/journal.ppat.1002247 PMID: 21931555.
26. Pythoud C, RodrigoWW, Pasqual G, Rothenberger S, Martinez-Sobrido L, de la Torre JC, et al. Arena-
virus nucleoprotein targets interferon regulatory factor-activating kinase IKKepsilon. J Virol. 2012; 86
(15):7728–38. doi: 10.1128/JVI.00187-12 PMID: 22532683.
27. Liu D, Wu A, Cui L, Hao R, Wang Y, He J, et al. Hepatitis B virus polymerase suppresses NF-kappaB
signaling by inhibiting the activity of IKKs via interaction with Hsp90beta. PLoS One. 2014; 9(3):
e91658. doi: 10.1371/journal.pone.0091658 PMID: 24618592.
28. Kaukinen P, Sillanpaa M, Nousiainen L, Melen K, Julkunen I. Hepatitis C virus NS2 protease inhibits
host cell antiviral response by inhibiting IKKepsilon and TBK1 functions. J Med Virol. 2012; 85(1):71–
82. doi: 10.1002/jmv.23442 PMID: 23096996.
29. Lei Y, Huang Y, Zhang H, Yu L, Zhang M, Dayton A. Functional interaction between cellular p100 and
the dengue virus 3' UTR. J Gen Virol. 2010; 92(Pt 4):796–806. doi: 10.1099/vir.0.028597-0 PMID:
21148275.
30. Anwar A, Leong KM, Ng ML, Chu JJ, Garcia-Blanco MA. The polypyrimidine tract-binding protein is
required for efficient dengue virus propagation and associates with the viral replication machinery. J
Biol Chem. 2009; 284(25):17021–9. doi: 10.1074/jbc.M109.006239 PMID: 19380576.
31. Verma B, Bhattacharyya S, Das S. Polypyrimidine tract-binding protein interacts with coxsackievirus
B3 RNA and influences its translation. J Gen Virol. 2010; 91(Pt 5):1245–55. doi: 10.1099/vir.0.018507-
0 PMID: 20071487.
32. Bhullar D, Jalodia R, Kalia M, Vrati S. Cytoplasmic translocation of polypyrimidine tract-binding protein
and its binding to viral RNA during Japanese encephalitis virus infection inhibits virus replication. PLoS
One. 2014; 9(12):e114931. doi: 10.1371/journal.pone.0114931 PMID: 25545659.
33. Aizaki H, Choi KS, Liu M, Li YJ, Lai MM. Polypyrimidine-tract-binding protein is a component of the
HCV RNA replication complex and necessary for RNA synthesis. J Biomed Sci. 2006; 13(4):469–80.
doi: 10.1007/s11373-006-9088-4 PMID: 16691359.
34. Acosta EG, Kumar A, Bartenschlager R. Revisiting dengue virus-host cell interaction: new insights into
molecular and cellular virology. Adv Virus Res. 2014; 88:1–109. doi: 10.1016/B978-0-12-800098-4.
00001-5 PMID: 24373310.
35. Chen Z, Lin X, Zhang Z, Huang J, Fu S, Huang R. EXO70 protein influences dengue virus secretion.
Microbes Infect. 2010; 13(2):143–50. doi: 10.1016/j.micinf.2010.10.011 PMID: 21034848.
36. Kudelko M, Brault JB, Kwok K, Li MY, Pardigon N, Peiris JS, et al. Class II ADP-ribosylation factors are
required for efficient secretion of dengue viruses. J Biol Chem. 2011; 287(1):767–77. doi: 10.1074/jbc.
M111.270579 PMID: 22105072.
37. Ghosh S, May MJ, Kopp EB. NF-kappa B and Rel proteins: evolutionarily conserved mediators of
immune responses. Annu Rev Immunol. 1998; 16:225–60. doi: 10.1146/annurev.immunol.16.1.225
PMID: 9597130.
38. Lin JC, Lin SC, ChenWY, Yen YT, Lai CW, Tao MH, et al. Dengue viral protease interaction with NF-
kappaB inhibitor alpha/beta results in endothelial cell apoptosis and hemorrhage development. J Immu-
nol. 2014; 193(3):1258–67. doi: 10.4049/jimmunol.1302675 PMID: 24973451.
39. Bowie AG, Haga IR. The role of Toll-like receptors in the host response to viruses. Mol Immunol. 2005;
42(8):859–67. doi: 10.1016/j.molimm.2004.11.007 PMID: 15829275.
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 18 / 20
40. Meylan E, Tschopp J. Toll-like receptors and RNA helicases: two parallel ways to trigger antiviral
responses. Mol Cell. 2006; 22(5):561–9. doi: 10.1016/j.molcel.2006.05.012 PMID: 16762830.
41. Dyer MD, Murali TM, Sobral BW. The landscape of human proteins interacting with viruses and other
pathogens. PLoS Pathog. 2008; 4(2):e32. doi: 10.1371/journal.ppat.0040032 PMID: 18282095.
42. Navratil V, de Chassey B, Combe CR, Lotteau V. When the human viral infectome and diseasome net-
works collide: towards a systems biology platform for the aetiology of human diseases. BMC Syst Biol.
2011; 5:13. doi: 10.1186/1752-0509-5-13 PMID: 21255393.
43. Padmanabhan R, Pattabiraman N, Mueller N, Nagarajan K, inventors; Georgetown University, USA,
assignee. Flavivirus inhibitors and methods for their use patent US2013/8563580 B2. 2013.
44. Wang Q, Pang YP. Accurate reproduction of 161 small-molecule complex crystal structures using the
EUDOC program: expanding the use of EUDOC to supramolecular chemistry. PLoS One. 2007; 2(6):
e531. doi: 10.1371/journal.pone.0000531 PMID: 17565384.
45. Javanbakht H, Klumpp K, Ren S, Zhang Z, inventors; F.Hoffmann-La Roche Ag, assignee. Method of
treating dengue fever patent EP 2717881 A1. 2012.
46. Schinazi RF, Cho JH, Zhou L, Zhang H, Pradere U, Coats SJ, inventors; RFS Pharma LLC and Emory
University, assignee. Purine monophosphate prodrugs for treatment of viral infections. patent CN
103687866 A. 2012.
47. Yokokawa F, inventor; Novartis AG, Basel, assignee. 2'-Branched Nucleosides for Treatment of Viral
Infections patent US 20140065101 A1. 2014.
48. Durantel D, Alotte C, Zoulim F. Glucosidase inhibitors as antiviral agents for hepatitis B and C. Curr
Opin Investig Drugs. 2007; 8(2):125–9. PMID: 17328228.
49. Block TM, Chang J, Xu X, inventors; Institute For Hepatitis And Virus Research, assignee. Novel imino
sugar derivatives demonstrate potent antiviral activity and reduced toxicity. patent WO 2010027996
A1. 2010.
50. Ramstedt U, Klose B, Zitzmann N, Dwek RA, Butters TD, inventors; University of Oxford, GB and
United Therapeutics Corp, USA, assignee. Iminosugars and methods of treating viral diseases patent
US 9044470 B2. 2015.
51. Arevalo MT, Simpson-Haidaris PJ, Jin X, Chen H, Quinn MH, inventors; University of Rochester, Roch-
ester, NY, assignee. Compositions and methods for inhibition of or treatment of dengue virus infection.
patent US2013/0189275A1. 2013.
52. Macary PA, Teoh EPE, Hanson BJ, Teo EW, Lim APC, Ng MLM, et al., inventors; DSO National Labo-
ratories, Singapore, assignee. Human Monoclonal Antibody with Specificity for Dengue Virus Serotype
1 E Protein and Uses Thereof. patent US2013/0259871A1; SG191155A1; WO2012/082073A1;. 2013.
53. Fink K, Wang CI, inventors; Agency for Science, Technology and Research, Singapore assignee. Bind-
ing molecules against dengue virus and uses thereof. patent WO2013/089647A1. 2013.
54. Vasudevan S, Lescar J, Rajamanonmani R, inventors; Nanyang Technological University, Singapore,
assignee. Antibodies for diagnosis and treatment of flaviviral infections. patent WO/2010/093335A1.
2010.
55. Vachy R, inventor; Vachy, R., assignee. D-glucopyranose 1-[3,5-bis (1,1-dimethylethy)-4-hydroxy-
benzoate] and its derivatives, preparation and use thereof. patent US2010/0016244 A1. 2010.
56. Bernardi A, Sattin S, Clerici MS, Berzi AMV, Rojo FJ, Sanchez M, et al., inventors; Universita´ Degli
Studi Di Milano, Italy, assignee. Inhibitors of microbial infections patent WO/2011/000721A1. 2011.
57. Klucher KM, Sivakumar PV, Kindsvogel WR, Henderson KE, inventors; ZymoGenetics, Inc., assignee.
Methods for treating viral infection using il-28 and il-29 patent US 20130273000 A1. 2013.
58. Stein DA, Frueh K, inventors; Oregon Health & Science University, USA, assignee. Sirna useful in the
treatment of flavivirus infection patent US 20140248336 A1. 2014.
59. Zuo J, Hu Y, TangW, Chao B, Tong X, Li D, et al., inventors; Shanghai Institute Materia Medica, Chi-
nese Academy Of Sciences, assignee. Use of quinazoline compound in preparation of anti-flavivirus
drug patent EP 2649999 A1. 2013.
60. Ewart GD, Best WM, inventors; Biotron Ltd, Gary Dinneen Ewart, Wayne Morris Best, assignee. Antivi-
ral compounds and methods patent WO 2006135978 A1. 2006.
61. Rosen B, Muehler A, Mintorovitch J, Arora K, Perez D, Perez NA, et al., inventors; U.S. Phytotherapy,
Inc., assignee. Artemisinin with berberine compositions and methods of making patent US 9011892
B2. 2013.
62. Colman JS, Romero LR, inventors; Humanitas Technology, LLC, assignee. Antiviral compositions and
methods of their use patent US 20130012470 A1. 2013.
63. Steele RL, inventor; Steele, R. L., assignee. Artemisinin-Based Combination Therapy For Treating Par-
asitic Mediated Disease patent US 20140011830 A1. 2014.
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 19 / 20
64. Abu BS, inventor; Universiti Malaya, assignee. Antiviral composition against flavivirus patent WO
2013147584 A1. 2013.
65. Ashburn TT, Thor KB. Drug repositioning: identifying and developing new uses for existing drugs. Nat
Rev Drug Discov. 2004; 3(8):673–83. doi: 10.1038/nrd1468 PMID: 15286734.
66. Novac N. Challenges and opportunities of drug repositioning. Trends Pharmacol Sci. 2013; 34(5):267–
72. doi: 10.1016/j.tips.2013.03.004 PMID: 23582281.
67. Teo S, Resztak KE, Scheffler MA, Kook KA, Zeldis JB, Stirling DI, et al. Thalidomide in the treatment of
leprosy. Microbes Infect. 2002; 4(11):1193–202. S1286457902016453. PMID: 12361920.
68. Dorr P, Westby M, Dobbs S, Griffin P, Irvine B, Macartney M, et al. Maraviroc (UK-427,857), a potent,
orally bioavailable, and selective small-molecule inhibitor of chemokine receptor CCR5 with broad-
spectrum anti-human immunodeficiency virus type 1 activity. Antimicrob Agents Chemother. 2005; 49
(11):4721–32. doi: 10.1128/AAC.49.11.4721-4732.2005 PMID: 16251317.
69. del Real G, Jimenez-Baranda S, Mira E, Lacalle RA, Lucas P, Gomez-Mouton C, et al. Statins inhibit
HIV-1 infection by down-regulating Rho activity. J Exp Med. 2004; 200(4):541–7. doi: 10.1084/jem.
20040061 PMID: 15314078.
70. Marques RE, Guabiraba R, Del Sarto JL, Rocha RF, Queiroz AL, Cisalpino D, et al. Dengue virus
requires the CC-chemokine receptor CCR5 for replication and infection development. Immunology.
2015; 145(4):583–96. doi: 10.1111/imm.12476 PMID: 25939314.
71. Rothwell C, Lebreton A, Young Ng C, Lim JY, Liu W, Vasudevan S, et al. Cholesterol biosynthesis mod-
ulation regulates dengue viral replication. Virology. 2009; 389(1–2):8–19. doi: 10.1016/j.virol.2009.03.
025 PMID: 19419745.
72. Brass AL, Dykxhoorn DM, Benita Y, Yan N, Engelman A, Xavier RJ, et al. Identification of host proteins
required for HIV infection through a functional genomic screen. Science. 2008; 319(5865):921–6. doi:
10.1126/science.1152725 PMID: 18187620.
73. Bandyopadhyay S, Kelley R, Ideker T. Discovering regulated networks during HIV-1 latency and reacti-
vation. Pac Symp Biocomput. 2006:354–66. PMID: 17094252.
74. Sambarey A, Prashanthi K, Chandra N. Mining large-scale response networks reveals 'topmost activi-
ties' in Mycobacterium tuberculosis infection. Sci Rep. 2013; 3:2302. doi: 10.1038/srep02302 PMID:
23892477.
75. Lalezari JP, Eron JJ, Carlson M, Cohen C, DeJesus E, Arduino RC, et al. A phase II clinical study of the
long-term safety and antiviral activity of enfuvirtide-based antiretroviral therapy. AIDS. 2003; 17
(5):691–8. doi: 10.1097/01.aids.0000050825.06065.84 PMID: 12646792.
DenHunt - A Database of Dengue-Human Interactions
PLOS Neglected Tropical Diseases | DOI:10.1371/journal.pntd.0004965 September 12, 2016 20 / 20
